Key indicators: single-crystal X-ray study; T = 299 K; mean (C-C) = 0.004 Å; disorder in main residue; R factor = 0.044; wR factor = 0.142; data-to-parameter ratio = 15.5.
Related literature
For related literature, see: Gowda et al. (2003 Gowda et al. ( , 2007 Gowda et al. ( , 2008 .
Experimental
Crystal data C 12 H 17 NO 3 S M r = 255.34 Triclinic, P1 a = 6.695 (1) Å b = 8.953 (2) Å c = 12.040 (2) Å = 80.21 (1) = 78.51 (1) = 88.98 (1) V = 696.8 (2) Å 3 Z = 2 Mo K radiation = 0.23 mm À1 T = 299 (2) K 0.50 Â 0.32 Â 0.10 mm
Data collection
Oxford Diffraction Xcalibur diffractometer with Sapphire CCD detector Absorption correction: multi-scan (CrysAlis RED; Oxford Diffraction, 2007) T min = 0.894, T max = 0.978 8562 measured reflections 2827 independent reflections 1947 reflections with I > 2(I) R int = 0.023 Refinement R[F 2 > 2(F 2 )] = 0.043 wR(F 2 ) = 0.142 S = 1.02 2827 reflections 182 parameters 3 restraints H atoms treated by a mixture of independent and constrained refinement Á max = 0.33 e Å À3 Á min = À0.34 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: CrysAlis CCD (Oxford Diffraction, 2007); cell refinement: CrysAlis RED (Oxford Diffraction, 2007) ; data reduction: CrysAlis RED; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXL97. N-(aryl)-2,2,2-trimethylacetamides (Gowda et al., 2007) and 4-methylbenzenesulfonamide (Gowda et al., 2003) . The packing diagram of molecules I shows the intermolecular hydrogen bonds N1-H1N···O1 i which link the molecules into centrosymmetric dimers (Fig. 2 ). Symmetry code: (i) -x, -y+2, -z+2.
II,

Experimental
The title compound was prepared by refluxing 4-methylbenzenesulfonamide with excess pivalyl chloride for about an hour on a water bath. The reaction mixture was cooled and poured into ice cold water. The resulting solid was separated, washed thoroughly with water and dissolved in warm sodium hydrogen carbonate solution. The title compound was precipitated by acidifying the filtered solution with glacial acetic acid. It was filtered, dried and recrystallized from ethanol. The purity of the compound was checked by determining its melting point. It was characterized by recording its IR-and NMR-spectra.
Single crystals of the title compound were obtained from an ethanolic solution and used for X-ray diffraction studies at room temperature.
Refinement
The H atom from NH-group was located in difference map and its positional parameters were refined freely with N-H = 0.79 (3)Å. The other H atoms were positioned with idealized geometry using a riding model with C-H = 0.93-0.96Å. All H atoms were refined with isotropic displacement parameters (set to 1.2 times of the U eq of the parent atom).
The C9, C10 and C11 of the tert-butyl group are disordered and were refined using a split model with site-occupation factors 0.5:0.5. The C-C bond distances in the disordered groups were restrained to be equal. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (7) N1-S1 1.645 (2) C8-C11B 1.548 (8) N1-H1N 0.79 (3) C9A-H9A 0.9600 O1-S1 1.4322 (15) C9A-H9B 0.9600 O2-S1 1.4226 (16) C6-C1-C2 119.9 (2) H9C-C9A-H9D 124.4 C6-C1-S1 119.81 (17) C8-C9A-H9F 99.8 C2-C1-S1 120.19 (17) H9A-C9A-H9F 143.6 C3-C2-C1 119.7 (2) H9B-C9A-H9F 79.1 C3-C2-H2 120.1 H9C-C9A-H9F 38.1 C1-C2-H2 120.1 H9D-C9A-H9F 115.2 C2-C3-C4 121.2 (2) C8-C10A-H10A 109.5 C2-C3-H3 119.4 C8-C10A-H10B 109.5 C4-C3-H3 119.4 H10A-C10A-H10B 109.5 C3-C4-C5 117.6 (2) C8-C10A-H10C 109.5 C3-C4-C12 121.0 (3) H10A-C10A-H10C 109.5 C5-C4-C12 121.3 (3) H10B-C10A-H10C 109.5 C6-C5-C4 122.0 (2) C8-C11A-H11A 109.5 C6-C5-H5 119.0 C8-C11A-H11B 109.5 C4-C5-H5 119.0 H11A-C11A-H11B 109.5 C5-C6-C1 119.5 (2) C8-C11A-H11C 109.5 C5-C6-H6 120.3 H11A-C11A-H11C 109.5 C1-C6-H6 120.3 H11B-C11A-H11C 109.5 O3-C7-N1 119.9 (2) C8-C9B-H9D 109.6 O3-C7-C8 123.8 (2) C8-C9B-H9E 110.1 N1-C7-C8 116.3 (2) H9D-C9B-H9E 109.5 C9B-C8-C11A 133.9 (8) C8-C9B-H9F 108.6 C9B-C8-C9A 25.6 (7) H9D-C9B-H9F 109.5
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
Hydrogen-bond geometry (Å, °) 
